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NigerWe present a summary of the main characteristics of ‘‘Bacillus massilionigeriensis” strain Marseille-P2384T
(=CSUR P2384), isolated from the gut microbiota of a 44-month-old healthy girl from Niger.
 2016 Elsevier Ltd. This is an open access article under the CC BY-NC-ND license (http://creativecommons.
org/licenses/by-nc-nd/4.0/).Since 2012, we diversified culture conditions to isolate all bac-
terial members of the human gastro-intestinal tract [1,2]. We
applied this strategy, which we named culturomics, to a stool
sample from a healthy 44-month-old girl from Niger with a
weight-for-height z-score of 0.65. Oral consent was given by
her parents and the study was validated by the ethics committee
of the Institut Federatif de Recherche 48 under number 09-022.
Another new bacterium, ‘‘Africanella massiliensis”, was also iso-
lated from this specimen. Strain Marseille-P2384 was first iso-
lated in January 2016 after a 7-day pre-incubation in an aerobic
blood culture bottle (Becton Dickinson, Le Pont de Claix, France)
supplemented with filter-sterilized rumen followed by subculture
on 5% sheep blood-enriched Columbia agar (bioMérieux, Marcy
l’Etoile, France) at 37 C in aerobic atmosphere with 5% CO2. Colo-
nies were translucent with a mean diameter of 2 mm. Cells were
Gram-positive and rod-shaped bacilli, and had a mean diameter
and length of 0.48 lm and 2.9 lm, respectively. Strain
Marseille-P2384 exhibited catalase activity but no oxidase
production.
Routine identification by matrix-assisted laser desorption-
ionization time-of-flight mass spectrometry (MALDI-TOF MS)using a Microflex spectrometer (Bruker Daltonics, Bremen, Ger-
many) [3,4] did not allow the identification of strain Marseille-
P2384 at the species level. Consequently, we sequenced its 16S
rRNA gene using the fD1-rP2 primers as previously described [5],
and a 3130-XL sequencer (Applied Biosciences, Saint Aubin,
France). Strain Marseille-P2384 exhibited a 96.75% 16S rRNA gene
similarity with Bacillus crescens strain JC247T [6] (GenBank acces-
sion number LN625239), the phylogenetically-closest species with
a validly published name (Fig. 1). As this similarity value was lower
than the 98.65% threshold recommended to define a new species
[7], we suggest the creation of a new species within the genus
Bacillus named ‘‘Bacillus massilionigeriensis” (mas.si.li.o.ni.ge.ri.en’s
is, L., masc. adj., composed ofmassilio, of Massilia, the Roman name
of Marseille where strain Marseille-P2384 was isolated, and nige-
riensis, of Niger, the country where the patient from whom the
sample was obtained, lived). Strain Marseille-P2384T is the type
strain of ‘‘B. massilionigeriensis”.MALDI-TOF-MS spectrum
The MALDI-TOF-MS spectrum of ‘‘B. massilionigeriensis” is
available at http://www.mediterraneeinfection.com/article.php?
laref=256&titre=urms-database.
Fig. 1. Phylogenetic tree showing the position of ‘‘Bacillus massilionigeriensis” strain Marseille-P2384T relative to other phylogenetically close species with standing in
nomenclature. Sequences were aligned using CLUSTALW, and phylogenetic inferences obtained using the maximum-likelihood method within the MEGA software. Numbers
at the nodes are percentages of bootstrap values (P95%) obtained by repeating the analysis 500 times to generate a majority consensus tree. Geobacillus thermantarcticus was
used as an outgroup. The scale bar indicates a 1% nucleotide sequence divergence.
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The 16S r RNA gene sequence was deposited in Genbank under
accession number LT161888.Deposit in a culture collection
Strain Marseille-P2384T was deposited in the Collection de
Souches de l’Unité des Rickettsies (CSUR, WDCM 875) under num-
ber P2384.Conflict of interest
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